
Human Whole Genome Sequencing

Whole genome sequencing delivers a comprehensive identification of small and large genetic variations across 

the entire human genome. It provides fundamental data resources for characterizing genetic markers associ

-ated with a variety of biological processes, which 

paves the way for new insights into diseases, cancers,

population evolution, etc. BMKGENE offers human

whole genome sequencing services on both next

generation sequencing and third generation sequen

-cing platforms for different scientific researches.
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Whole genome sequencing detects various types of variations, including SNP, InDel, SV, CNV, etc.Detects multiple types of variations

Whole genome sequencing covers the entire genome, including exonic, intronic, non-coding, 
and intergenic regions, providing comprehensive variation identification.

BMKGENE offers PacBio, Nanopore long read sequencing, and NGS Illumina/MGI sequencing.

BMKGENE provides real-time quality control tracking for DNA extraction, library quality, 
sequencing base quality, sequence alignment, etc.

BMKGENE has dedicated teams with extensive experience in experimental design, data 
analysis, and customer service.

Comprehensive genome information

Diverse platform options

Rigorous quality control process

Professional team
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Statistics of variant pathogenicity classification

Total Pathogenic Likely pathogenic

VUS Likely benign Benign
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